BMJ Publishing Group Limited (BMJ) disclaims all liability and responsibility arising from any reliance

Supplemental material placed on this supplemental material which has been supplied by the author(s) J Immunother Cancer
A D E =z
ww
-» 100- Tumor Core 1 [GX0]
20- £ CD18t + eGFP:Hluc GEMs ] SNa
B3 hiL-12 + 6GFP-filuc GEMs v 2 gt
o S w OT € log2
= bt cxcLio[ ][] Wam
3§ g @ cxclo[ [ [ ] '3
& ¥ o ot [ || 2
® 8 exeLi1[ ] 1
ccLe 0
o G T G TAPI |
PSMB9
100 Tumor Care 2 T
2 mo, IRFT_ | ||
[ STATT [ ||
H mx1 ||
a % FIT2[ ||
B 5w oAs3[ 1T 1]
5 H E croB[ [ ]
@ g IFHT ]|
15 . * IFI35 ||
g W e iz Gowe P S’%";’(’) EEE
e e o w 100 Tumor Core 3 TNFSF13B| | | |
5 i T ———— CcD74
. 5 = CHIT1 [ |
- - 2 o0 cxacLt| | ||
Sens Sewie N Q HLAE[ ]
H coLs[ [ ||
T o] =8 =) SERPINGT[ | | |
2 SAAT[ | [
C cr D1 Sngiml  hIL-12 CD40| | | |
e M1z GEMs HLA-B
50 w 100 Tumor Core 4 TAP2| | | |
. £ 1sG15[ [ | ]
S 2w ” creal | ]
fs §oof _eeomm HLA-DPBT[_| | |
2 : o HLA-DPAT|[_| ||
Sz o % E cp38| | ]
. E | == g FCGR3A[ | [ |
& H HLA-DRB3[ | ||
pi ) o i 5 LI
hiL-12 rhiL-12 HLA-DRA T ]
2 100 Tumor Core 5 HLA-DMA
$ g IL2RA | ||
g peogwt Socst| | | |
3 5 <0t L12A ]
& w0 = HLA-DRB4
] u e IL10RA[ [ | |
g g 510048 | ||
2 sves mvE[ |||
cl CD19t Sng/mL  hiL-12 ccL20
GEMs  rhiL-12 GEMs S100A7 :::

Supplementary Figure 6 hIL-12 GEMs induce IFNy responses and solid tumor death in
the absence of T cell proliferation in ex vivo human tumor slice culture. (A) CD19t and hiL-
12 GEMs were co-transduced to express eGFP:ffluc and quantified by live fluorescent
imaging (n = 1 tumor core, 1 experiment). Bars represent mean (SD) of 2-4 high-powered
fields (HPFs)/slice, 1 slice/day. (B) CFSE-stained CD19t and hIL-12 GEMs were quantified
by live imaging on day 6 of co-culture with slice. Data points represent individual HPFs
quantified from 1 slice/treatment (n = 1 tumor core, 1 experiment). (C) Tumor cell death
quantified by live fluorescent imaging 3 days after the addition of rhiL-12. Data points
represent individual HPFs quantified from a single slice per treatment (n = 1 tumor core, 1
experiment). The mean of the 4 HPF data points shown here is represented as a single data
point in Fig. 6C for the 5 ng/mL rhlL-12 group. (B,C) Statistical significance determined by
an unpaired two-tailed t test. (D) Individual tumor core data from Fig. 6C. Data points
represent individual HPFs quantified from a single slice/treatment (n = 5 tumor cores from 5
independent experiments). Statistical analysis by one-way ANOVA with Sidak’s multiple
comparisons test for the depicted pairwise comparisons. (E) Same data presented in Fig. 6F
with the exclusion of RNA from tumor core 3. Heat map represents log2 fold change
compared to PBS group, fold change values were averaged from three independent
experiments. ns: p>0.05.
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